
Start crop Point End crop Point

MSA length = 270
ACAAACCCA T T T T T AAAAA T CAGT T A T A T T A T T C T T - AGAGA T TGA T AAGAAC T T AGGGGGTGGC TGCAA T AGCCAGA T AGC T CCA T T T T AA T AAA T T T C - - - - - - - - - - GTGGAGC TGCC TGGT T A T TGCAGCCACCCC T T CAA T TG - - - - - - - C T A T A T T CAAAAA T A T CA T AAA T AGTGA T T A - - - - T AA T C T AGT T T T T T ACAAAA
A TGC TGC T A T T - - T AAAAA T CAAAAGT TGT AGT CA T AAGTGACCAAAGACAAC TGAAGGGGTGGC TGCAA T AACC TGGCAGC T CCA T T T T AA T AAA T T TG - - - - - - - - - - GTGGAGC TGCC TGGT T A T TGCAGCCACCCC T T CAA T TGAA T ACGA T TGT AA T T AAAACAC T AA T A T ACAC T AAC T AAAAC T AA T C T CGT T T T T T A TGTGA
CCACCC TGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T ACAA T TGAAGGGGTGGC TGCAA T AACCAGGCAGCACCA T T T T AA T AAA T T TG - - - - - - - - - - GTGGAGC TGT CAGGT T A T TGCAGACACCCC T T CAA T TGAGGT TGT T TGT A T T CA T CACCACAA T ACACCAAAACAC T ACA T AC T A TGAGCA TGTGAA T AA
ACAAACC T A T T T T T AAAAA T CAGT T A T A T T A T T C T T - AGAGA T TGA T AAGAA T TGAAGGGGTGGC TGCAA T AACCAGGT AG - - - AA T T T T CA T AAA T T TG - - - - - - - - - - GGGGAGC TGCC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CAAAAA T A T CAGAAA T AA TGA T T A - - - - T AA T C T AGT T T T T T AC - - AA
GCA T AACAA T T AGAACAAGAGGAACAGAGAAC TGAAAA T T TGAC T AGAACAA T TGAAGGGCCGGC T ACAA T AACCAGGCAGC T CCA T T T T AAGAAA T T TG - - - - - - - - - - GTGGAGC TGCC TGGT T A TGGAAG - CACCCC T T CAA T TGGACAGA T T CG - - - - - - - - - - - AAAA T T CA T A T T AA TGA T T T T - - - T T CAAA T C T T TGAAAAA
CCACCC TGT AC - - - - - - - - ACCCCCA T T A T A T TGG - - - - - - - - - GGAAACAA T TGAACGGGTGGC T ACAA T AACCAGC T AGC T CCA T T T T AA T AAA T T TG - - - - - - - - - - GA TGAGC TGCC TGGT T A T TGCAGGCACCCGT T CAA T TGT AG - - - - - - - - - - - - - - GGT CACAA TGGA T - - - AACAC T T T A - - - - - - - - - - - - A T AAAAAA
- - - - - - - - - - - T T T T CA TGA T A T ACA T T T T T T T T A T - - - - - - - - - - - - - T AA T TGAAGGGGAGGC TGCAA T AACCAGGCAGC T CCA T T T T AA T AAA T T TG - - - - - - - - - - GTGGAGC TGCC TGGT T A T TGCAACCACCCC T T CAA T TGGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAC T A T CCAGA T A T
ACA T T T T T T A T - - - - - - - - - - - - - - - - - - - - - - - - - A T C TGT T T AA T T A T AA T TGAAGGGGTGGT T T T AA T AAC T AGGCAGC TGCA T T T T AA T AAA T T TG - - - - - - - - - - GTGGAGC TGCC TGGT T A T T ACAGCCACACC T T CA T T T AAGA T T A - - - - - - - - - - AAGC T A T AA T A T T T A - - - - - - - - - - - - - - T T T T C T T ACC T A TGT CA
- - - - - - - - - - - T T T T T ACAAAAGAAA T TGT AAA T T CGGA T C T ACAAAAGT AA T TGAAGGGGTGGC TGCAA T AACCAGACAGC T CCA T T T T AA T AAA T T TG - - - - - - - - - - GTGGAGC TGCC TGGT T A T TGCA T CCACCCC T T CAA T TGT AAA T T T T TGT A - - - - - - - - - - - - - TGT A T AGT AA T AGT ACA T AA T T ACAA TGAA T AAGT AA
ACA T T C T T T - - - - - - - - - - - CA T T AA T T T T A T T T A T - - - - T A T CACCAAAAA T TGAAGGGGTGGCCGCAA T AACCAGGCAGC T CCA T T T T AA T AAA T T TG - - - - - - - - - - GTGGAGC TGC T TGGT T A T T A T TGCCACCCC T T CAA T T A T T T C T C T T TG - - - - - - - AACGAAA T T T CAAC T T AAACC T A T C - - - T A T T AC T T T C T AAACAA
C T AC T CCA TGT T T CGAAACA T T A T AAA TGT A T T T AAA T AC TGGGTGT TGCAA T TGAAGGGGTGGC TGCAA T AACCAGGCAGC T CCA T T C T AA T AAGT T TG - - - - - - - - - - A TGGAGC TGT C TGGT T A T TGCAGCCA T CCC T T CAA T T T CAA TGC T T TGTGT ACG - AAC T A T AAC T TGCAACAGT AA T T AA TGACAGAAGGGTGT AAA T AA
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TE: rnd_4_family_5284.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 270bp; fragments: 842; full length: 211 (>=243bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 270 bp
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TE: rnd_4_family_5284.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 571bp; fragments: 842; full length: 0 (>=513.9bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_5284
 size: 257bp; fragments: 1078; full length: 212 (>=231.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 50 100 150 200 250

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 257 bp
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Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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